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wide. On the other hand, the only G12 strain reported from
animals was a G12P[7] strain, RU172, detected in a diar-
rheic piglet in Eastern India. The VP4, VP6, NSP4 and NSP5
genes of porcine G12 strain RU172 exhibited genetic relat-
edness to human Wa-like G12 strains. Although the origin of
human G12 genotype remains obscure, some recent studies
on human G12 rotaviruses suggested that the G12 genotype
might be of porcine origin. To determine the true origin of
G12 rotaviruses and decipher the exact genetic relatedness
between human and porcine G12 strains, we characterized
genetically the remaining six genes (VP1-3 and NSP1-3) of
porcine G12 strain RU172.
Methods: The VP1-3 and NSP1-3 gene sequences of
porcine G12 strain RU172 were obtained by RT-PCR and
direct sequencing using end primers and several internal
primers, designed from conserved stretches of several pub-
lished sequences.
Results: The VP1-3 and NSP1-3 genes of porcine G12
strain RU172 exhibited high sequence identities to Wa-like
porcine and human strains, including human G12 strains,
and by phylogenetic analyses, clustered within the Wa
genogroup along with human Wa-like G12 strains.
Conclusion: Wa-like human and porcine group A
rotaviruses are believed to be genetically related and have
a common origin. Therefore, based on full genome analyses
of porcine G12 strain RU172 and human Wa-like G12 strains,
we propose that the Wa-like human G12 strains might have
resulted from reassortment events involving Wa-like human
non-G12 and porcine G12 strains, or more favorably, both the
porcine and human Wa-like G12 strains might have evolved
from a common progenitor, maybe of porcine origin. The
AU-1-like and DS-1-like G12 strains might be the result
of reassortment events involving non-G12 strains of these
genogroups and human Wa-like G12 strains. Therefore, the
present study deciphers the probable origin of human G12
genotype, and provides evidence for porcine-human trans-
mission of rotaviruses.
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Veterinary practitioners and the spread of infectious dis-
eases
S.T. Olodo-Atitebi
Oxford brookes university, 0X3 0BP, United Kingdom
Background: There is an increasing overlapping among
livestock,pets and human beings, highlighting the need for
a well deﬁned biosecurity plan to reduce the opportunity
for infectious agents to gain access to and spread within
a veterinary premises or any other animal housing unit.And
the recent outbreaks of infectious diseases around the world
have clearly shown the threats to human and animal health
arising from emerging and re-emerging infectious disease,
a fact which has huge economic and public health implica-
tions.
Methods: In order to provide the best veterinary care
possible, veterinarians have to redeﬁne their underlying
responsibility to minimize the risk of additional; harm that
might unintentionally befall a patient because of their inter-
ventions.
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Results: This Paper focused on an investigation to dter-
ine the possible roles of veterinary practitioners in the
pread of infectious diseases.
Conclusion: This paper focused on an investigation to
etermine the possible roles of veterinary practitioners in
he spread of infectious diseases, discusses the need for
iosecurity programs in veterinary practices,and relates a
ractical approach for developing biosecurity practices that
re tailored to individual facilities,to help ensure that vet-
rinary practitioners retain their role in the control rather
han the spread of infections.
oi:10.1016/j.ijid.2010.02.1829
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Background: Chagas Disease remains a major parasitic
oonosis in Latin America affecting 9.8 to 11 million people.
he infection is caused by Trypanosoma cruzi, a proto-
oan naturally transmitted to mammals, including humans,
y triatomines. In endemic areas, humans and animals
ecome mainly infected through contact with parasite-
nfected excreta from triatomines. The sylvatic triatomine,
hodnius pallescens is considered the main vector of T.
ruzi and T. rangeli in Panama. In many countries, such
s Panama, non-domiciliated vectors remain responsible
or a signiﬁcant transmission risk and their control poses
challenge for disease control. Dogs are important reser-
oirs of the disease in the domestic transmission, and due
o the close proximity with humans they may represent a
igh risk to humans. However, the role of dogs as reser-
oirs and as risk factor for human transmission in the
eridomestic and/or sylvatic habitats has only been par-
ially explored. Consequently we evaluate the prevalence
f canine trypanosomiasis rural endemic communities where
he non-domicilated R. pallescens is responsible for T. cruzi
ransmission to humans.
Methods: During 2007, a cross-sectional study was
esigned to evaluate the presence of anti-T. cruzi antibodies
nd blood trypanosomes in dogs from the rural communi-
ies of Las Pavas and Lagartera Grande in Central Panama.
questionnaire was applied to the dog owners to assess
pidemiological data and risk factors associated with the
isease.
